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Decoration 'Decoration #l' : Shade (with solid black) residues that match the Consensus exactly.? 




CNG3B DNA SEQUENCE 



CCATCCTAATACGACTCACTATAGGGCTCGAGCGGCCGCCCGGGCAGGTCATTTCTCTACCTTAAGGCACAGTCATA 
AATACAGAGGGTTTTCAGAACCACCTCAGAGAAGATGTTTAAATCGCTGACAAAAGTCAACAAGGTGAAGCCTATAG 
GAGAGAACAATGAGAATGAACAAAGTTCTCGTCGGAATGAAGAAGGCTCTCACCCAAGTAATCAGTCTCAGCAAACC 
ACAGCACAGGAAGAAAACAAAGGTGAAGAGAAATCTCTCAAAACCAAGTCAACTCCAGTCACGTCTGAAGAGCCACA 
CACCAACATACAAGACAAACTCTCCAAGAAAAATTCCTCTGGAGATCTGACCACAAACCCTGACCCTCAAAATGCAG 
CAGAACCAACTGGAACAGTGCCAGAGCAGAAGGAAATGGACCCCGGGAAAGAAGGTCCAAACAGCCCACAAAACAAA 
CCGCCTGCAGCTCCTGTTATAAATGAGTATGCCGATGCCCAGCTACACAACCTGGTGAAAAGAATGCGTCAAAGAAC 
AGCCCTCTACAAGAAAAAGTTGGTAGAGGGAGATCTCTCCTCACCCGAAGCCAGCCCACAAACTGCAAAGCCCACGG 
CTGTACCACCAGTAAAAGAAAGCGATGATAAGCCAACAGAACATTACTACAGGCTGTTGTGGTTCAAAGTCAAAAAG 
ATGCCTTTAACAGAGTACTTAAAGCGAATTAAACTTCCAAACAGCATAGATTCATACACAGATCGACTCTATCTCCT 
GTGGCTCTTGCTTGTCACTCTTGCCTATAACTGGAACTGCTGGTTTATACCACTGCGCCTCGTCTTCCCATATCAAA 

:jfccGCAGACAACATACACTACTGGCTTATTGCGGACATCATM^ 

lifcAGCCCAGACTCCAGTTTGTAAGAGGAGGAGACATAATAGTGGA^ 

H Jtacaaaatttcagttggatgtcgcatcaataataccatttgat^ 
JJIttagagcaaataggatgttaaagtacacttcattttttgaatttaa^ 

nbATATCTACAGAGTTATTCGAACAACTGGATACTTGCTGTTT^ 

^^TCAAACTATGAAGGAATTGGCACTACTAGATGGGTGTATGATGGGGAAGGAAACGAGI^ 

PpGGCAGTTCGAACTTTAATTACCATTGGTGGCCTTCCAGAACCACAAACTTTATTTGAAM 

UkATTTTTTTTCTGGAGTTTTTGTGTTCTCCAGTTTAATTGGTCAGATGAGAGATGTGATTGGAGC^ 

^lirCAGAACTACTTCCGCGCCTGCATGGATGACACCATTGCCTACATGi^ 

f|AGCGAGTTCGGACTTGGTATGAATATACATGGGACTCTCi^^ 

I^^CCAACTACGGTCCAGTTAGCCCTCGCCATTGATGTGAACTTCAGCATCATCM 

TGATACACAGATGATTTATGACATGTTGCTAAGATTGAAATCCGTTCTCTATTTGCCTGGTGACTTTGTCTGCAAAA 
AGGGAGAAATTGGCAAGGAAATGTATATCATCAAGCATGGAGAAGTCCAAGTTCTTGGAGGCCCTGATGGTACTAAA 
GTTCTGGTTACTCTGAAAGCTGGGTCGGTGTTTGGAGAAATCAGCCTTCTAGCAGCAGGAGGAGGAAACCGTCGAAC 
TGCCAATGTGGTGGCCCACGGGTTTGCCAATCTTTTAACTCTAGACAAAAAGACCCTCCAAGAAATTCTAGTGCATT 
ATCCAGATTCTGAAAGGATCCTCATGAAGAAAGCCAGAGTGCTTTTAAAGCAGAAGGCTAAGACCGCAGAAGCAACC 
CCTCCAAGAAAAGATCTTGCCCTCCTCTTCCCACCGAAAGAAGAGACACCCAAACTGTTTAAAACTCTCCTAGGAGG 
CACAGGAAAAGCAAGTCTTGCAAGACTACTCAAATTGAAGCGAGAGCAAGCAGCTCAGAAGAAAGAAAATTCTGAAG 
GAGGAGAGGAAGAAGGAAAAGAAAATGAAGATAAACAAAAAGAAAATGAAGATAAACAAAAAGAAAATGAAGATAAA 
GGAAAAGAAAATGAAGATAAAGATAAAGGAAGAGAGCCAGAAGAGAAGCCACTGGACAGACCTGAATGTACAGCAAG 
TCCTATTGCAGTGGAGGAAGAACCCCACTCAGTTAGAAGGACAGTTTTACCCAGAGGGACTTCTCGTCAATCACTCA 
TTATCAGCATGGCTCCTTCTGCTGAGGGCGGAGAAGAGGTTCTTACTATTGAAGTCAAAGAAAAGGCTAAGCAATAA 
ATGTTTGATTATCTTTAGATGTGATATAGCTAGTTCCCAAAGTGATTGTACCTAGGATTGTAACTTAAATTAACGAG 
GGGAAACGACATGCTGGGACCCTTGAGAAACGAAAGGCAAATCCCTAGCTTAGTTTCTAGGACTTATCTGAGAGTGT 
GATTTCATGCAGTGGTAATAAGAAGATTATTAAAAGCAAAAAAAAAAAAAAAAAAAAAAAAA 




CNG3B Coding Seq[uence 



ATGTTTAAATCGCTGACAAAAGTCAACAAGGTGAAGCCTATAGGAGAGAACAATGAGAATGAACAAAGTTCTCGTCGGAA 
TGAAGAAGGCTCTCACCCAAGTAATCAGTCTCAGCAAACCACAGCACAGGAAGAAAACAAAGGTGAAGAGAAATCTCTCA 
AAACCAAGTCAACTCCAGTCACGTCTGAAGAGCCACACACCAACATACTyVGACTWiLCTCTCCAAGAAAAATTCCTCTGGA 
GATCTGACCACTy^CCCTGACCCTCAAAATGCAGCAGAACCAACTGGAACAGTGCCAGAGCAGAAGGAAATGGACCCCGG 
GAAAGAAGGTCCAAACAGCCCACAAAACAAACCGCCTGCAGCTCCTGTTATAAATGAGTATGCCGATGCCCAGCTACACA 
ACCTGGTGAAAAGAATGCGTCAAAGAACAGCCCTCTACAAGTy^AAAGTTGGTAGAGGGAGATCTCTCCTCACCCGAAGCC 
AGCCCACAAACTGCAAAGCCCACGGCTGTACCACCAGTAAAAGAAAGCGATGATAAGCCAACAGAACATTACTACAGGCT 
GTTGTGGTTCAAAGTCAAAAAGATGCCTTTAACAGAGTACTTAAAGCGAATTAAACTTCCAAACAGCATAGATTCATACA 
CAGATCGACTCTATCTCCTGTGGCTCTTGCTTGTCACTCTTGCCTATAACTGGAACTGCTGGTTTATACCACTGCGCCTC 
GTCTTCCCATATCAAACCGCAGACAACATACACTACTGGCTTATTGCGGACATCATATGTGATATCATCTACCTTTATGA 
..g^ATGCTATTTATCCAGCCCAGACTCCAGTTTGTAAGAGGAGGAGACATAATAGTGGATTCAAATGAGCTAAGGAT^CACT 
Jil^AGGACTTCTACAAAATTTCAGTTGGATGTCGCATCAATAATACCATTTGAT^ 

^licAATGTTTAGAGCAAATAGGATGTTAAAGTACACTTCATTTTTTGAATTTAATCATCACCTAGAGTCT^^ 

}||gcatatatctacagagttattcgaacaactggatacttgctgtttattctgcacattaatgcctgtgttt^^ 

lyTTCAAACTATGAAGGAATTGGCACTACTAGATGGGTGTATGATGGGGAAGGAATVCGAGTATCTGAGATG^ 

^Hcagttcgaactttaattaccattggtggccttccagaaccacaaactttatttgaaattgtttttca^^ 

IIcttccgcgcctgcatggatgacaccattgcctacatgaacaattactccattcctat^cttgtgctw^ 
IMcttggtatgaatatacatgggactctcaaagaatgctagatgagtctgatttgcttaagaccctaccaactacggtcca 
^ttagccctcgccattgatgtgaacttcagcatcatcagcaaagtcgacttgttcaagggttgtgatacacagatgattt 
I^tgacatgttgctaagattgaaatccgttctctatttgcctggtgactttgtctgcaaaaagggagtwvt^ 

feGTATATCATCAAGCATGGAGAAGTCC7\AGTTCTTGGAGGCCCTGATGGTACTAAAGTTCTGGTTACTCTGAAAGCTG 

gtcggtgtttggagaaatcagccttctagcagcaggaggaggaaaccgtcgaactgccaatgtggtggcccacgggtttg 
ccaatcttttaactctagacaaaaagaccctccaagaaattctagtgcattatccagattctgaaaggatcctcatgaag 

ATy^GCCAGAGTGCTTTTAAAGCAGAAGGCTTVAGACCGCAGAAGCAACCCCTCCAAGAAAAGATCTTGCCCTCCTCTTCCC 

ACCGAAAGAAGAGACACCCAAACTGTTTAAAACTCTCCTAGGAGGCACAGGAAAAGCAAGTCTTGCAAGACTACTCAAAT 

TGAAGCGAGAGCAAGCAGCTCAGAAGAAAGAAAATTCTGAAGGAGGAGAGGAAGAAGGAAAAGAAAATGAAGATTyyVC^ 

AT^AGAAAATGAAGATAAACAAAAAGAAAATGAAGATAT^AGGAAAAGAAAATGAAGATAAAGATAAAGGAAGA^ 

AGAGAAGCCACTGGACAGACCTGAATGTACAGCAAGTCCTATTGCAGTGGAGGT^GAACCCCACTCAGTTAGAAGGACAG 

TTTTACCCAGAGGGACTTCTCGTCAATCACTCATTATCAGCATGGCTCCTTCTGCTGAGGGCGGAGAAGAGGTTCTTACT 

ATTGAAGTCAAAGAAAAGGCTAAGCAATAA 




CNG3B amino acid sequence 



MFKSLTKVNKVKPIGENNENEQSSRRNEEGSHPSNQSQQTTAQEENKGEEKSLKTKSTPVTS 
EEPHTNIQDKLSKKNSSGDLTTNPDPQNAAEPTGTVPEQKEMDPGKEGPNSPQNKPPAAPVI 
NEYADAQLHNLVKRMRQRTALYKKKLVEGDLSSPEASPQTAKPTAVPPVKESDDKPTEHYYR 
LLWFKVKKMPLTEYLKRIKLPNSIDSYTDRLYLLWLLLVTLAYNWNCWFIPLRLVFPYQTAD 
NIHYWLIADIICDIIYLYDMLFIQPRLQFVRGGDIIVDSNELRKHYRTSTKFQLDVASIIPF 
DICYLFFGFNPMFRAKRMLKYTSFFEFNHHLESIMDKAYIYRVIRTTGYLLFILHINACVYY 
WASNYEGIGTTRWVYDGEGNEYLRCYYWAVRTLITIGGLPEPQTLFEIVFQLLNFFSGVFVF 
SSLIGQMRDVIGAATANQNYFRACMDDTIAYMNNYSIPKLVQKRVRTWYEYTWDSQRMLDES 
DLLKTLPTTVQLALAIDVNFSIISKVDLFKGCDTQMIYDMLLRLKSVLYLPGDFVCKKGEIG 
KEMYIIKHGEVQVLGGPDGTKVLVTLKAGSVFGEISLLAAGGGNRRTANVVAHGFANLLTLD 
SICTLQEILVHYPDSERILMKKARVLLKQKAKTAEATPPRKDLALLFPPKEETPKLFKTLLGG 
gl^KASLARLLKLKREQAAQKKENSEGGEEEGKENEDKQKENEDKQKENEDKGKENEDKDKGR 
M$>EEKPLDRPECTASPIAVEEEPHSVRRTVLPRGTSRQSLIISMAPSAEGGEEVLTIEVKEK 





